Supplemental material
Figure S1. Validation of methylome analysis on endogenous TAS loci Average DNA methylation levels at each CG, CHG and CHH sites of TAS loci in 8-weekold L1 and L1 rdr6 plants. The methylation levels correspond to the ratios of methylated cytosines over the total number of cytosines. The screenshots were obtained with the Integrative Genome Browser (IGB).
Figure S2. Validation of S-PTGS-induced DNA methylation analysis by qPCR
A) GUS coding sequence restriction map for the CHH methylation-sensitive enzymes HaeIII (H) and PagI (P), indicated in black, and CHG methylation-sensitive enzymes MspI (M) and ScrFI (S), indicated in blue. B) Percentage of DNA methylation at each CHH and CHG methylation-sensitive enzymes of the GUS coding sequence in 8-week-old L1 and L1 rdr6 plants. DNA was digested with the indicated DNA methylation-sensitive enzymes and analyzed by qPCR using couples of oligonucleotides that frame each single site (see Table S1 ). The percentage of DNA methylation at each site is based on the difference in qPCR amplification between digested and mock template. Mean and standard deviation bars are based on two biological replicates. 
